and t (the running-time measured in seconds) were calculated for each value of s (the evolutionary distance calculated as the relative number of segregating sites; Fig 3) . The parameters' values were computed as the average over 10 data sets. In case of ClonalOrigin, TPR and FPR were measured for the recombination events, where S2 was the donor sequence and the query was the recipient: TPR is the fraction of query positions correctly detected to be horizontally transferred from the sequence S2 and FPR is the fraction of query positions incorrectly detected to be horizontally transferred from the sequence S2. In case of gmos, TPR and FPR were measured for query positions assigned to S2, where S2 was detected as the best hit: TPR is the fraction of query positions correctly assigned to be most closelyrelated to S2 and FPR is the fraction of query positions incorrectly assigned to be most-closely related to S2.
*Due to decrease in performances and expensive computation, ClonalOrigin was not tested for s≥0.1. The rows with bolded values represent the best scores for gmos (s=0.1) and ClonalOrigin (s=0.01), respectively.
